Nitrotyrosine Proteomics: 
Identification of nitrotyrosine-modified proteins in complex mixtures 
by mass spectrometry and data-base searching 
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Using peak profile features 
unique to nitrotyrosine peptides 
to select peptides, Le, MALDI 
triplets and/or aminotyrosine/ 
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I MS/MS or PSD 



Mass and Sequence data for 
nitrotyrosine peptides 



Web-based search of protein 
database for protein and site- 
specific identification 



FIGURE 1 




FIGURE 2 




FIGURE 4 




FIGURE 5 



MS/MS 
F 



AAFGY*AR, Y* = Y(N02) 



(M+H)+ 
800.37 sf 




186 



352 618 
Mass (rn/z) 



684 



860 



FIGURE 6 



b 2 
143.23 



b2 +h 
143.4 
\ 



yi-NH 3 
157.94 



yi-NH 3 
157.5 



151.4' yi-NH3 
158.3 



NO 2 



181.06 




ih yi 
174.8 



176.6 





140 



190 



FIGURE 8 



(A) 2.5nmole 



O T (M + H) + 

784.3, Tyr(NO) ^4 Tyr(NC>2) 



768.3, Tyr(N) 
770.3, Tyr(NH 2 ) 




J 



786.3, Tyr(NHOH) 




(B) 0.25nmole 




(C) 2.5pmole 



T 



T 







760 



770 



780 790 

Mass (m/z) 



800 



8 



FIGURE 9 



